The T7-like podophage Pagan infects Xanthomonas sp. strain ATCC PTA-13101, which was isolated from rice. The 44-kbp Pagan genome contains direct terminal repeats and contains 59 genes, 27 of which have a predicted function. Pagan is most closely related to Xanthomonas phage phi Xc10 and Xylella phage Prado.
The 44,448-bp podophage Pagan genome has a coding density of 96.95% and contains 59 predicted genes but no tRNAs. The genome of Pagan displayed a GϩC content of 62.3%, near the host Xanthomonas genome average of 64% GϩC content (4) . The contig was reopened at the direct terminal repeat boundary predicted by PhageTerm and that is syntenic with T7-like phages (23) . Pagan is most closely related to Xanthomonas phage phi Xc10 (GenBank accession number MF375456) and Xylella phage Prado (accession number KF626667), with 93.46% and 69.55% nucleotide sequence identity and 53 and 48 shared proteins, respectively (24) . These similarities contributed to lysis gene identification, including that of a class II pinholin, signalarrest-release (SAR) endolysin, and overlapping spanin genes.
Data availability. The genome sequence and associated data for phage Pagan were deposited under GenBank accession number MK903278, BioProject accession number PRJNA222858, SRA accession number SRR8892144, and BioSample accession number SAMN11408680.
